Protein denaturant binding polynomials.
We show how moments of the denaturant binding distribution function can be extracted from experimental data on the denaturation of a protein as a function of the concentration of denaturant and how in turn these moments can be used to construct the denaturant binding distribution function. This approach is similar to our recent work on using the maximum-entropy method to construct ligand-binding distributions from moments obtained from titration curves for nucleic acids and proteins. As an example we take literature data on the denaturation of ferro- and ferricytochrome c by guanidine hydrochloride and from it construct the denaturant binding polynomial and binding distribution function for the unfolded protein.